Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.007 Å; R factor = 0.052; wR factor = 0.151; data-to-parameter ratio = 17.6.
In the crystal structure of the title complex, [Cu 2 (CH 3 COO) 4 -(C 12 H 11 ClN 2 ) 2 ], the complete binuclear molecule is generated by a crystallographic centre of inversion; the four acetate groups each bridge a pair of Cu II atoms. The coordination of the metal atom is distorted octahedral within a donor set defined by four O atoms, the heterocyclic N atom and the second Cu atom. The pyridine ring is twisted with respect to the benzene ring, forming a dihedral angle of 33.9 (2) . An intramolecular N-HÁ Á ÁO hydrogen bond is present between the amino group and a carboxyl O atom. Intermolecular interactions of the C-HÁ Á Á type link molecules in the crystal structure.
Related literature
For examples of tetrakisacetatobis[(substituted 2-aminopyridyl)copper] complexes, see: Barquín et al. (2004) ; ; Sieroń (2004) ; Fairuz et al. (2009 Table 1 Selected bond lengths (Å ). 
Table 2
Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the N1,C5-C9 ring. (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010 Barquín et al., 2004; Seco et al., 2004; Sieroń, 2004; Fairuz et al., 2009) Table 2 . These link complex molecules that stack in columns along the a axis, Fig. 2 .
Experimental
A mixture of N-(4-chlorophenyl)-4-methylpyridin-2-amine (0.2408 g, 1.1 mmol) in acetonitrile (15 ml) and trimethyl orthoformate (10 ml) was heated to 328 K. Copper acetate (0.1 g, 0.5 mmol) dissolved in acetonitrile (15 ml) was added drop wise to the ligand solution. The green solution was left at room temperature and green plates of (I) were collected after a few days.
Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H 0.93 to 0.96 Å) and were included in the refinement in the riding model approximation, with U iso (H) set to 1.2 to 1.5U equiv (C). The N-bound H-atom was located in a difference Fourier map, and was refined with a distance restraint of N-H 0.86±0.01 Å; the U iso value was freely refined Figures   Fig. 1 . The molecular structure of (I) showing displacement ellipsoids at the 35% probability level. Symmetry code: (i) 2-x, 1-y, 1-z.
supplementary materials sup-2 
